The complete genome sequence of Campylobacter jejuni YH003, isolated from retail chicken, was determined using PacBio and Illumina technologies. The assembled genome is 1,743,985 bp (GϩC content of 30.3%). Genome annotation revealed several genes encoding virulence and antibiotic resistance factors, including a type VI secretion system, cytolethal distending toxins, and a multidrug efflux system.
C. jejuni YH003 has a circular chromosome of 1,743,985 bp (GϩC content of 30.3%), encoding 1,785 proteins. Based on a BLAST search against all of the available Campylobacter genomes in the NCBI database and comparative genome analysis with Mauve alignment using default settings, this strain is most closely related to C. jejuni NCTC 11168. Distinctly, C. jejuni YH003 contains 16 annotated proteins of the type VI secretion system (T6SS), an important virulence factor exporting cytotoxic molecules to host cells. Strain YH003 also contains the ATP-dependent chaperone ClpB as part of the T6SS. In addition to 86 motility and chemotaxis genes, this strain possesses 65 virulence genes, including cadF, jlpA, ciaB, pebAC, omp, htrA, and the cytolethal distending toxin genes cdtCBA. Interestingly, RAST annotation revealed a type II CRISPR system containing the cas1, cas2, and cas9/csn1 genes, a type I restriction-modification system with the hsdM, hsdS, rloC, and hsdR genes, a Campylobacter multidrug efflux pump consisting of cmeABCR, and a 36-kb complete Mu-like phage in the chromosome of C. jejuni YH003.
Data availability. This complete genome sequence has been deposited in GenBank under accession number CP041584. The raw reads from PacBio RS II and Illumina MiSeq sequencing are available in the NCBI Sequence Read Archive (SRA) under accession numbers SRX7021025 and SRX7021026, respectively. The BioProject accession number is PRJNA553752, and the BioSample accession number is SAMN12249490.
